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Abstract:  We  studied  the  genetic  structure  of  Trionyx  triunguis  populations  from  the 
Mediterranean  and  African  continent  based  on  mtDNA  D-loop  (776  bp)  and  
nine microsatellite loci. A total of 102 polymorphic sites and 13 mtDNA haplotypes were 
described. Nucleotide diversity and haplotypes diversity were 0.047 and 0.974 respectively. 
Both mtDNA and nDNA supported the existence of two main management units as the 
Mediterranean and Africa. Based on the mtDNA results, the Mediterranean can be divided 
into two subunits; western Turkey and the eastern Mediterranean. 
Keywords:  Trionyx  triunguis;  mtDNA;  D-loop;  microsatellite;  conservation  genetics; 
population genetics 
 
1. Introduction 
The Nile soft shell turtle Trionyx triunguis mainly lives in fresh or brackish water lakes, rivers and 
estuaries but there are also records of this interesting animal from the marine habitats [1,2]. Softshell 
turtles (Trionychidae) are among the most bizarre living turtles, and can be easily distinguished from 
typical turtles by their lack of scales, flat shells, and highly modified skulls. Some softshell species 
achieve enormous sizes. For example, East Asian species such as Rafetus swinhoei or species of the 
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genus  Chitra  and  Pelochelys  can  reach  lengths  of  greater  than  1  meter  [3].  Most  of  these  large 
softshells fall into a single monophyletic group [4], and are critically endangered by human activities, 
primarily by direct harvesting for food [5]. In this way, large softshell turtles are extremely susceptible 
to rapid decline and are often rare and difficult to study. Consequently, genetic studies of such species 
generally include only a few samples. However, relative to the other ‘giant’ softshells, the distribution 
of T. triunguis is very broad and in some parts of its range (especially the coasts of Turkey) it can still 
be found. Like its East Asian counterparts, T. triunguis is a species of conservation concern and its 
populations have been decimated by habitat destruction and harvesting [6–12].  
The  current  distribution  of  T.  triunguis  includes  parts of  the  Mediterranean  and  Africa.  In  the 
Mediterranean, and perhaps throughout its range, the largest populations are found in Turkey [13–16]. 
Trionyx triunguis mostly lives in estuaries although there are records of the species being found far out 
in the Mediterranean and Aegean Seas, where it is sometimes caught by fishermen, especially during 
winter months [1,2,17]. 
The evolutionary relationship of T. triunguis within Trionychidae has been determined through the 
use  of  molecular  and  osteological  data  [4,18].  Using  both  nuclear  and  mitochondrial  DNA,  
Engstrom  et  al.  showed  that  T.  triunguis  is  the  sister  group  to  a  clade  of  giant  trionychids  
(Pelochelys  +  Chitra),  although  this  inferred  relationship  was  only  well-supported  in  Bayesian 
analyses, and the species was relatively distantly related to these other giant softshells [5]. Güçlü et al. 
and Gidis et al. reported genetic differences between the African and Mediterranean populations of the 
species, but additional data on the genetic diversity of this species are necessary to define units for 
conservation and management [19,20].  
In the present study, we describe the genetic diversity among Nile soft-shelled turtle populations 
using nine microsatellite loci previously isolated from Pelodiscus sinensis [21] and mtDNA D-loop 
region. These data are used to assess the population structure of T. triunguis in the Africa and the 
Mediterranean Basin, providing crucial insights into gene flow and conservation units. 
2. Materials and Methods 
2.1. Sampling  
A total of 102 (52 samples for mtDNA analysis) samples were obtained from 13 different localities 
in Turkey, Israel, Cote d’Ivoire, Congo and Gabon (Figure 1, Table 1). The Mediterranean samples 
were collected from Dalyan, Dalaman, (the Western Mediterranean (WT) group); Anamur, Kazanlı, 
Göksu, Seyhan and Israel, (the East Mediterranean (EM) group), between 2007 and 2009. Samples of 
unknown localities in Africa were sampled from a captive breeding whereas the Cote d’Ivoire (MNHN 
1885–405), Congo (MNHN 1891–361) and Gabon (MNHN 7881) samples the Africa (AG group), 
were obtained from National d’Histoire Naturelle Muséum in France. Muscle or skin specimens were 
stored in 95% ethanol. Int. J. Mol. Sci. 2011, 12  
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Figure 1. Sampling localities for T. triunguis specimens from Mediterranean coasts and 
African  continent  and  distribution  of  14  mtDNA  D-loop  haplotypes  recovered  from 
Trionyx triunguis locations (haplotypes labeled TT-D). Pie graphs reflect the frequency of 
occurrence  of  each  haplotype  at  each  location  (Location  abbreviations  DL-Dalyan,  
DM-Dalaman,  AN-Anamur,  GK-Göksu  Delta,  KZ-Kazanlı,  SY-Seyhan,  IS-Israel,  
MS-Egypt). 
 
Table 1. Number of each mtDNA haplotype present in three population samples of Nile  
soft-shelled turtle (n = sample size). 
 
West Turkey 
(WT) 
East Mediterranean 
(EM) 
African 
Continent (AG) 
Gene Bank 
Accesion Number 
Dalyan 
(n = 7) 
Dalaman 
(n = 20) 
AnGkKzSy 
(n = 11) 
Israel  
(n = 8) 
(n = 7)   
TT-D1      8  8    HM068069 
TT-D2  4  5        HM068070 
TT-D3  1          HM068071 
TT-D4  2  15        HM068072 
TT-D5      2      HM068073 
TT-D6      1      HM068074 
TT-D7          1  HM068075 
TT-D8          1  HM068076 
TT-D9          1  HM068077 Int. J. Mol. Sci. 2011, 12  
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Table 1. Cont. 
 
West Turkey 
(WT) 
East Mediterranean 
(EM) 
African 
Continent (AG) 
Gene Bank 
Accesion Number 
Dalyan 
(n = 7) 
Dalaman 
(n = 20) 
AnGkKzSy 
(n = 11) 
Israel  
(n = 8) 
(n = 7)   
TT-D10          1  HM068078 
TT-D11          1  HM068079 
TT-D12          1  HM068080 
TT-D13          1  HM068081 
2.2. Mitochondrial DNA Analysis 
We assessed the nucleotide variation of relatively fast-evolving fragments of mtDNA control region 
(D-loop) which is the most variable region of the mitochondrial genome in turtles [22,23]. Total DNA 
was extracted by a standard phenol/chloroform procedure [24] and a commercial DNA extraction kit 
(Invitrogen  Inc.).  Primers  were  designed  based  on  the  mtDNA  sequences  of  Dogania  subplana 
(AF366350)  and  Pelodiscus  sinensis  (AY962573)  [25,26].  The  mitochondrial  D-loop  region  was 
amplified  via  polymerase  chain  reaction  (PCR)  using  the  following  primers:  OZG  (F)  
5'-TGG ACT AGT ATA GCA AAG C-3', OZG (R) 5'-GTC CAG TTT CAT TGA GTT G-3'. PCR 
amplifications were performed in 50-µL volumes containing 1X KCl PCR buffer (Fermantas Inc.),  
1.5 mM MgCl2 (Fermantas Inc.), 2.5 mM dNTP, 0.5 mM each primer, 1.0 unit of Taq polymerase 
(Fermantas  Inc.),  and  1–2  µL (50  ng  DNA) of  template  DNA.  PCR  conditions  were  used  95  °C 
denature  for  1  min,  55  °C  anneal  for  1  min  and  72  °C  extension  for  1  min  for  35  cycles  for 
mitochondrial D-loop. Amplicons were purified using the PCR Purification Kit (Invitrogen Inc.) and 
were  analyzed  on  an  AB3700  or  3730xl  automatic  sequencer  using  the  amplification  primers. 
Sequences  were  aligned  using  BioEdit  7.0.9  [27].  Multiple-sequence  alignments  were  done  with 
CLUSTALX [28] using the default parameters.  
Five samples were collected from Anamur (An), 1 from Göksu Delta (Gk), 3 from Kazanlı (Kz) and 
two from the Seyhan River (Sy) and samples from these localities were grouped according to their 
geographic  proximity  as  AnGkKzSy  (11  samples)  population.  An  analysis  of  molecular  variance 
(AMOVA)  [29]  was  performed  to  assess  the  genetic  structure  and  differentiation  of  T.  triunguis 
populations using GenAlEx 6.3 [30]. Statistical significance of the proportion of variance associated 
with  the  fixation  index,  FST  was  determined  through  permutation  tests  against  a  null  distribution 
generated from the data in GenAlEx. The number of migrants (Nm) between each population pair was 
calculated from genetic distances through the equation Nm = (1 − FST)/2FST [31]. 
We examined lineage history in several ways using the D-loop data. The distribution of pairwise 
differences  among  individuals,  also  known  as  the  mismatch  distribution,  was  calculated  using 
ARLEQUIN 3.0 [32]. The shape of mismatch distributions can be used to infer whether a population 
has undergone sudden population expansion [33,34]. A significant sum of squared differences (SSD;  
p < 0.05) was taken as evidence of population expansion. ARLEQUIN was also used to calculate 
Tajima’s D and Fu’s Fs neutrality tests [35,36]. A significant value for D may be due to factors such as 
population expansion, bottlenecks, or heterogeneity of mutation rates [37,38]. A significantly large 
negative value for FS may also indicate population expansion [36,39]. The significance of the D and Fs Int. J. Mol. Sci. 2011, 12  
 
6422
values was tested by 1000 randomization replicates. Minimum-evolution (ME) analyses were performed 
using maximum-likelihood pairwise distance by MEGA 5.0 [40]. 
2.3. Microsatellite Analysis 
Amplicons were obtained  from  nine of the 15 microsatellite  loci (PS-01,  PS-04,  PS-11, PS-24,  
PS-25, PS-28, PS-29, PS-36, PS-40) [21]. One primer for each pair was fluorescently labeled with  
6-FAM,  HEX or  NED. Each  locus  was  amplified  using  a  cycle  of  95  °C  for  3  min  followed  by  
35 cycles at 94 °C for 1 min, 50–55 °C for 45 s and 72 °C for 30 s, with a final extension of 72 °C for 
5 min. Allele length was determined on AB3700 or 3730xl automatic sequencer. Allele sizes were 
assigned using the Peakscanner package (ABI PRISM Peak scanner
TM Software ver. 1.0.). 
For  each  locus,  allelic  frequencies  in  between  populations  and  pairwise  comparison  of  the 
population pairs were conducted using a Markov chain method. Linkage disequilibrium was also tested 
using the Markov chain permutations and Fisher’s exact test. All of these analyses were carried out 
using  GENEPOP  3.3  [41].  Allelic  diversity  and  observed  heterozygosity  (Ho)  and  expected 
heterozygosity (He) among populations for each locus were computed using GenAlEx 6.3 [30]. 
In cases when the sample size was small (n < 10) and the number of studied loci was low (n < 20), 
genetic  structures of  the  populations  were  determined  through  FST  [42,43].  Genetic  differentiation 
among  populations  and  groups  was  calculated  using  FST  and  pairwise  exact  tests  of  genetic 
differentiation with GenAlEx 6.3 [30]. Measures of gene flow (Nm) among and within groups were 
calculated from pairwise estimates of FST (Nm = ¼ (1/FST − 1)) [44]. Analysis of molecular variance 
(AMOVA) was used to partition genetic variance among and within groups and populations, based on 
FST calculated in GenAlEx 6.3 [30]. 
Evidence  for  recent  population  bottlenecks  was  assessed  with  Bottleneck  1.2  software  [45].  In 
populations  that  experience  population  bottlenecks,  parallel  decreases  should  be  observed  in 
heterozygosity  and  allele  numbers  in  polymorphic  loci.  However,  this  pattern  only  occurs  if  loci 
evolved under the infinite allele model (IAM). If loci evolved under the Stepwise mutation model 
(SMM), there can be cases when heterozygote excess is not observed [46]. Sign test and Wilcoxon 
sign-rank tests were applied so as to show whether loci of a population show significant heterozygote 
excess. These tests were applied using SMM, IAM and TPM models (Two phase model) [45,46]. To 
examine the genetic relationship among populations, pairwise estimates of Nei’s D were calculated 
from allele frequencies using TFPGA version 1.3 [47]. These estimates were then subjected to cluster 
analyses by an unweighted pair group method with arithmetic means (UPGMA).  
An assignment test assigns individuals to a population through the genotype formed depending on 
loci according to Bayesian probability approach [48] implemented in GeneClass2 program [49]. 
3. Results 
3.1. Mitochondrial DNA Analysis  
A total of 776 bp were aligned for 52 individuals. Thirteen mitochondrial DNA haplotypes were 
found (Figure 1, Gene Bank, Table 1). A total of 102 polymorphic sites were detected consisting of  
68 transitions, 12 transversions and 22 insertions/deletions. Samples from Anamur, Kazanlı and Israel, Int. J. Mol. Sci. 2011, 12  
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all show a single haplotype (TT-D1) that was not identified in any other locality. Haplotypes TT-D2, 
TT-D3 and TT-D4 were restricted to WT while all samples from AG had haplotypes that were distinct 
from the Mediterranean.  
Sequence divergences for the mtDNA-D loop were 0.13% between WT and EM, 5.42% between 
WT and AG, and 5.16% between EM and AG. Nucleotide diversity was 0.047 [50] and haplotype 
diversity (Hd) was 0.974 for the overall dataset.  
The most significant genetic difference between groups was calculated between those in AG and 
WT, whereas the least significant difference was determined between WT and EM (Genetic distance 
and FST values) (Table 2). Nevertheless, it has been determined that all three regions had significant 
genetic  differences  between  one  another  (p  <  0.001).  The  AMOVA  analysis  showed  that  genetic 
variation  among  groups  constituted  81%  (p  <  0.01)  of  the  whole  variation,  whereas  the  genetic 
variation among populations was at 19% (p < 0.01). 
Table  2. Pairwise comparison of populations (fixation  index (FST) values based on the 
analysis of three populations). 
  WT  EM  AG 
WT    0.123 *  0.571 * 
EM  0.648 *    0.375 * 
AG  0.878 *  0.848 *   
The cells above the shaded areas show genetic distances based on microsatellite (FST values), and 
those below the shaded areas show genetic distances based on mtDNA (FST values). * p < 0.001. 
The highest gene flow was between WT and EM while the gene flow between AG and WT was 
rather limited (Table 3).  
Table 3. Estimates of gene flow among populations based both mtDNA and nDNA. 
  WT  EM  AG 
WT    1.784  0.188 
EM  0.27    0.417 
AG  0.07  0.09   
Cells above the shaded areas show gene flow based on microsatellite (FST values), and those below 
the shaded areas show gene flow based on mtDNA (FST values). 
Except for the AG, Tajima D value was found to be positive in all populations although it was not 
significant (p > 0.05). This shows that populations were not affected by factors such as population 
growth, selection and bottlenecks in the past. Mismatch analysis rejected the null model of population 
expansion (SSD; p > 0.05). 
Based on Nei’s unbiased genetic distance for all haplotype pairs, T. triunguis was basically divided 
into two main clades,  namely the Mediterranean basin  and the AG. The Mediterranean clade was 
divided into two subclades; EM, consisting of Israel, Kazanlı, Anamur and Göksu, and WT consisting 
of  Dalyan  and  Dalaman.  The  sequence  of  Amer  and  Kumazava  from  Egypt  clustered  with  the 
Mediterranean clade [51] (Figure 2). Int. J. Mol. Sci. 2011, 12  
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Figure 2. Minimum-evolution (ME) tree for D-loop gene sequence based on maximum 
likelihood  pairwise  distance.  Numbers  indicate  bootstrap  values  of  bootstrap  replicates 
(Kimura-2 parameter, 1000 replications). 
 
3.2. Microsatellite DNA Analysis 
We analyzed polymorphism across nine loci in 102 individuals from three populations identifying a 
total of 15 alleles. The number of alleles per locus ranged from two (PT-04) to four (PT-01) although  
six  microsatellites  were  fixed  for  one  allele.  Observed  heterozygosity  did  not  show  a  statistical 
difference from expected heterozygosity under the Hardy Weinberg equation. Observed heterozygosity 
range was 0.12 and 0.05, whereas expected heterozygosity was between 0.20 and 0.06. Mean values of 
He  and  Ho  were  not  different  among  populations  (p  >  0.05).  Linkage  disequilibrium  was  not 
determined between two loci of any single population (p > 0.05). Nevertheless, allelic diversity in 
microsatellite  loci  occurred  non-independently  from  each  other.  Significant  differences  were 
determined in terms of allele frequencies (p < 0.001) between populations. 
According to FST estimations, significant genetic differences were determined between groups and 
populations (Table 2). Forty-six percent of the variation was among groups (p < 0.01), 3% was among 
populations within groups (p > 0.05), and the remaining 51% was within the populations (p < 0.01). 
There  was  no  measurable  genetic  differences  between  AnGkKzSy  population  and  Dalyan  and 
Dalaman populations (Dalyan-AnGkKzSy, FST = 0.013, p = 0.20; Dalaman-AnGkKzSy, FST = 0.021,  
p = 0.12), whereas a significant difference was determined between AnGkKzSy and Israel populations 
(FST = 0.136, p < 0.05).  Int. J. Mol. Sci. 2011, 12  
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A  UPGMA  tree  generated  based  on  the  genetic  distance  data  between  populations  (Figure  3) 
displayed two main clades, namely Africa and Mediterranean Basin. Unlike mtDNA, the AnGkKzSy 
population clustered with the WT along with Dalyan and Dalaman populations.  
Figure  3.  Results  of  unweighted  pair  group  method  with  arithmetic  means  (UPGMA) 
analysis  for  T.  triunguis  populations  based  unbiased  distance  calculated  from  nine 
microsatellite loci. 
 
Gene flow between AG and those from WT and EM is rather limited (Nm < 1). On the other hand, 
there is more gene flow between WT and EM (Table 3). Depending on the FST values, gene flow 
between AnGkKzSy and Dalyan and Dalaman populations is high (Dalyan/AnGkKzSy, Nm = 18.4; 
Dalaman/AnGkKzSy, Nm = 11.8). As a result of the Sing and Wilcoxon sign-rank tests performed for 
all groups and populations, no significant heterozygosity excess was determined in loci (p > 0.05). The 
values  calculated  under  IAM,  SMM  and  TPM  models  showed  that  the  studied  populations  of  
T. triunguis did not suffer a bottleneck in the past. According to assignment test, all individuals in each 
group were classified correctly (Table 4). 
Table 4. Number of samples assigned to their population of origin based on multilocus 
genotype (WT-West Turkey Coast, EM-East Mediterranean Coast, AG-African Group). 
  Dalyan  Dalaman  WT  AnGkKzSy  Israel  EM  AG 
Proportion 
correctly 
assigned (%) 
  n = 57  n = 20  n = 77  n = 11  n = 7  n = 18  n = 7   
Dalyan  52  5            92.23 
Dalaman  11  9            45.00 
WT      77          100.00 
AnGkKzSy  2  1    8        72.72 
Israel          7      100.00 
EM            18    100.00 
AG              7  100.00 
Mean  82.0 Int. J. Mol. Sci. 2011, 12  
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4. Discussion 
4.1. Genetic Diversity and Genetic Structure 
In  contrast  to  our  results,  Gidiş  et  al.  found  no  variation  in  terms  of  cyt  b  sequences  among 
Mediterranean and African softshell turtles [20]. Furthermore, they could not provide amplicon from 
Cameroon specimens with their D-loop primers. However, they found low levels of genetic divergence 
across five nuclear gene sequences. According to our results, based on mtDNA D-loop analysis of 
current data, the identified haplotypes are unique to the groups; however, genetic differences between 
groups are essential (p < 0.01). In addition, AG has higher genetic diversity compared to WT and EM 
based on the number of observed haplotypes and alleles. 
Despite the fact that we analyzed nine loci, only three were useful for population level analysis. The 
number  of  these  loci  is  limited  for  population  genetic  analysis.  The  most  important  feature  in 
determining the genetic diversity of a species or a population is the amount of heterozygosity in that 
species or population [52]. The closeness of expected and observed heterozygosity  in T. triunguis 
populations  shows  that  these  populations  are  at  Hardy-Weinberg  equilibrium.  According  to  both 
mtDNA  and  microsatellite  locus  analyses,  there  is  significant  genetic  difference  among  the  three 
groups of T. triunguis (p < 0.01); nevertheless, the AG was completely isolated from WT and EM. 
Both  mtDNA  and  microsatellite  analyses  proved  a  significant  genetic  difference  among  3  groups  
(p < 0.01) and AG seems to be isolated from WT and EM. Lower genetic diversity observed in WT 
and  EM  compared  to  those  in  AG  mean  that  these  populations  have  small  population  sizes  and 
probably a decrease in diversity has occurred through founder effect. Genetic diversity in populations 
and, as a result, allelic richness, has a positive relationship with population size [53].The AG, therefore, 
may turn into the one with the largest population size since it has the highest genetic diversity.  
According to mtDNA data, although gene flow between WT and EM is seems to be rather limited 
(Nm = 0.3), there is a gene flow between these groups for microsatellite loci (Nm = 1.8). Such high 
gene flow observed for microsatellite loci is a function of the gene flow between AnGkKzSy and 
Dalyan and Dalaman populations (AnGkKzSy /Dalyan-Nm = 18.4; AnGkKzSy/Dalaman-Nm = 11.8). 
The limited gene flow in terms of mtDNA possibly resulted from nesting site fidelity of the females as 
in the case of marine turtles [54] or due to faster fixation rate of mtDNA. The higher gene flow in 
terms of microsatellites shows the existence of male mediated gene flow between those populations. 
The facts that (i) gene flow estimates based on both mtDNA and microsatellite loci is negligibly 
low between AG and other populations, (ii) there are haplotypes and alleles unique to this population, 
and (iii) there are fixed differences between groups showing that the AG occupied the Mediterranean 
Basin in the past of their evolutionary history. This differentiation determined for T. triunguis is also 
supported by mtDNA ND4 and cytochrome b gene regions [19].  
Gidiş et al. indicated that there could be gene flow between the Nile River and Middle African 
populations  because of the connection  between  the Nile and Congo rivers [20]. But, according to  
D-loop sequences, African samples (including Congo and Gabon) are likely to isolate from the Nile 
River  and  Mediterranean  Basin.  This  situation  can  be  clarified  with  more  samples  from  Africa 
continent.  Int. J. Mol. Sci. 2011, 12  
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4.2. Management Strategies 
Classification  of  a  population  as  Evolutionarily  Significant  Units  (ESU)  or  Management  Units 
(MU)  can  be  possible  by  determination  of  the  genetic  structure of  that  population  [55,56].  Local 
genetic configurations can be evaluated as important determinant factors for conservation planning and 
management of a species. In a population divided into sub-populations, any decrease in population size 
or  habitat  components  cause  significant  decrease  in  total  number  of  individuals  as  well  as  local 
disappearances depending on the increase in loss of genetic diversity [57]. Gidiş et al. suggested that 
there are no significant differences between the Mediterranean and African populations and therefore 
they need to consider combining them into a single conservation unit [20]. However, in our study, both 
mtDNA and nDNA supported the existence of two main MUs, as AG and the Mediterranean basin for 
the conservation of T. triunguis. Furthermore, based on mtDNA the Mediterranean basin also can be 
divided  in  two  subMUs  (WT  and  EM).  The  AG  has  the  highest  genetic  diversity  among  all  and 
constitutes the foundation for the evolutionary future of T. triunguis. 
In recent years the populations of Trionyx triunguis has been declining due to habitat degradation 
and fragmentation. For instance, until the early 1990s, T. triunguis had a robust population in terms of 
number of individuals in Nahal Alexander, a population of Israel from the EM. However, after the sea 
infiltrated  the  land  due  to  storms,  habitat  changes  occurred  and the  population  began  to  decrease 
rapidly [58]. Such habitat degradations or fragmentations increase the risk of genetic drift and inbreeding 
in the populations. In such cases, simply restoring habitats is not enough for the populations to recover. 
For the  conservation  and  management of  the  species,  a  multidisciplinary  approach  is  needed  and 
genetic work is one aspect of this information gap. 
5. Conclusions  
We defined two main MUs for Trionyx triunguis and provided inventory genetic data for future 
population restoration for the recovery of this declining species.  
Acknowledgments 
This  study  was  supported  by  the  Adnan  Menderes  University,  Institute  of  Natural  Sciences 
Research Grant (FBE-08032). This research was approved by the Adnan Menderes University Animal 
Experiments  Ethic  Committee.  Specimens  were  collected  with  permission  from  the  Republic  of 
Turkey Ministry of Environment and Forestry. We would like to thank Michael Reimann, Yaniv Levy, 
Roger Bour, Serap Ergene, Aşkın Uçar, Cemil Aymak and Can Yılmaz for providing specimens, Fatih 
Mehmet Şimşek for covering some expenses for sequencing and Bülent Bozdoğan for helping us to 
clone a D loop sequence. This study is the PhD thesis of Özgür Güçlü. 
References 
1.  Taskavak, E.; Reimann, M.J.; Polder, W.N. First record of Trionyx triunguis from Kos Island, 
Greece, with comments on its occurrence in the eastern Mediterranean. Chelonian Conserv. Biol. 
1999, 3, 510–512. Int. J. Mol. Sci. 2011, 12  
 
6428
2.  Taşkavak, E.; Akçınar, S.C. Marine records of the Nile soft-shelled turtle, Trionyx triunguis from 
Turkey. Mar. Biodivers. Rec. 2009, doi:10.1017/S1755267208000092, published online. 
3.  Pritchard, P.C.H. Observations on body size, sympatry, and niche divergence in softshell turtles 
(Trionychidae). Chelonian Conserv. Biol. 2001, 4, 5–27. 
4.  Engstrom,  T.N.;  Shaffer,  H.B.;  McCord,  W.P.  Multiple  datasets,  high  homoplasy  and  the 
phylogeny of softshell turtles. Syst. Biol. 2004, 53, 693–710. 
5.  Engstrom, T.N.; Shaffer, H.B; McCord, W.P. Phylogenetic diversity of endangered and critically 
endangered southeast Asian softshell turtles (Trionychidae: Chitra). Biol. Conserv. 2002, 104, 
173–179. 
6.  Gasith, A.; Sidis, I. Polluted water bodies, the main habitat of the Caspian terrapin (Mauremys 
caspica rivulata) in Israel. Copeia 1984, 1984, 216–219. 
7.  Roth, H.H.; Merz, G. Wildlife Resources: A Global Account of Economic Use; Springer-Verlag: 
Berlin, Germany, 1997. 
8.  Bishop, C.A.; Ng, P.; Pettit, K.E.; Kennedy, S.W.; Stegeman, J.J.; Norstrom, R.J.; Brooks, R.J. 
Environmental  contamination  and  developmental  abnormalities  in  eggs  and  hatchlings  of  the 
common snapping turtle (Chelydra serpentina serpentina) from the Great Lakes-St. Lawrence 
River basin (1989–1991). Environ. Poll. 1998, 101, 143–156. 
9.  Van  Dijk,  P.P.;  Stuart,  B.;  Rhodin,  G.J.  Asian  Turtle  Trade:  Proceedings  of  a  Workshop  on 
Conservation  and  Trade  of  Freshwater  Turtles  and  Tortoises  in  Asia;  Chelonian  Research 
Foundation: Phnom Penh, Cambodia, 2000. 
10.  Joyal, L.A.; McCollough, M.; Hunter, M.L. Landscape ecology approaches to wetland species 
conservation:  A case study of two turtle species in  southern Maine. Conserv.  Biol. 2001, 15,  
1755–1762. 
11.  Gibbs, J.P.; Shriver, W.G. Estimating the effects of road mortality on turtle populations. Conserv. 
Biol. 2002, 16, 1647–1652. 
12.  Moll,  D.;  Moll,  E.O.  The  Ecology,  Exploitation  and  Conservation  of  River  Turtles;  Oxford 
University Press: NewYork, NY, USA, 2004. 
13.  Atatür,  M.K.  Investigations  on  the  morphology  and  osteology,  biotope  and  distribution  in 
Anatolia  of  Trionyx  triunguis  (Reptilia,  Testudines)  with  some  observations  on  its  biology.  
Ege Univ. Fen. Fak. Monogr. 1979, 18, 1–75. 
14.  Gramentz,  D.  Beobachtungen  und  Untersuchungen  zur  Ethologie  und  Ökologie  von  Trionyx 
triunguis in West-Anatolien. Salamandra 1993, 29, 16–43. 
15.  Kasparek, M. Die Nil-Weichschildkröte-eine stark bed-rohte Reptilienart im  Mittelmeergebiet. 
Herpetofauna 1994, 16, 8–13. 
16.  Türkozan,  O. Status and conservation of the soft-shell turtle, Trionyx triunguis, in Turkey. In 
Proceedings of the Seventh Annual Symposium on Conservation and Biology of Tortoises and 
Freshwater Turtles, St. Louis, MO, USA, 5–8 August 2009. 
17.  Kasparek, M. The Nile Soft-Shelled Turtle, Trionyx triunguis, Towards an Action Plan for the 
Conservation  in  The  Mediterranean;  Report  for  Bern  Convention  the  21st  Meeting  of  the 
Standing committee of the Conservation of European Wildlife and Natural Habitats: Strasbourg, 
France, 2001. Int. J. Mol. Sci. 2011, 12  
 
6429
18.  Meylan,  P.A.  The  phylogenetic  relationships  of  soft-shelled  turtles  (Family  Trionychidae).  
Bull. Am. Mus. Nat. Hist. 1987, 186, 1–101. 
19.  Güçlü, Ö.; Ulger, C.; Türkozan, O.; Gemmel, R.; Reimann, M.; Levy, Y.; Ergene, S.; Uçar, A.; 
Aymak, C. First assessment of  mitochondrial DNA diversity  in the endangered Nile  softshell 
turtle, Trionyx Triunguis, in the mediterranean. Chelonian Conserv. Biol. 2009, 8, 222–226. 
20.  Gidiş, M.; Spinks, P.Q.; Cevik, E.; Kaska, Y.; Shaffer, H.B. Shallow genetic divergence indicates 
a  Congo–Nile  riverine  connection  for  the  softshell  turtle  Trionyx  triunguis.  Shallow  genetic 
divergence indicates a Congo–Nile riverine connection for the softshell turtle Trionyx triunguis. 
Conserv. Biol. 2010, 12, 589–594. 
21.  Que, Y.; Zhu, B.; Rosenthal, H.; Chang, J. Isolation and characterization of microsatellites in 
Chinese soft-shelled turtle, Pelodiscus sinensis. Mol. Ecol. Notes 2007, 7, 1265–1267. 
22.  Spinks, P.Q.; Shaffer, H.B.; Iverson, J.B.; McCord, W.P. Phylogenetic hypotheses for the turtle 
family Geoemydidae. Mol. Phylogenet. Evol. 2004, 32, 164–182. 
23.  Starkey, D.E.; Shaffer, H.B.; Burke, R.L.; Forstner, M.R.J.; Iverson, J.B.; Jansen, F.J. Molecular 
systematics,  phylogeography,  and  the  effects  of  Pleistocene  glaciation  in  the  painted  turtle 
(Chrysemys picta) complex. Evolution 2003, 57, 119–128. 
24.  Sambrook, D.; Russell, D.W. Molecular Cloning: A Laboratory Manual, 3rd ed.; Cold Spring 
Harbor Laboratory Press: Cold Spring Harbor, New York, NY, USA, 2001. 
25.  Farajallah, A.; Suryobroto, B.; Setyadji, R.; Perwitasari-Farajallah, D.; Osamu, T. The complete 
nucleotide sequence of Malayan soft-shelled turtle (Dogania subplana) mitochondrial genome. 
2003, in press. 
26.  Jungt, S.O.; Lee, Y.M.; Kartavtsev Y.; Park I.S.; Kim D.S.; Lee J.S. The complete mitochondrial 
genome of the Korean soft-shelled turtle Pelodiscus sinensis (Testudines, Trionychidae). DNA Seq. 
2006, 17, 471–483. 
27.  Hall, T.A. BioEdit: A user-friendly biological sequence alignment editor and analysis program for 
Windows 95/98/NT. Nucl. Acids. Symp. Ser. 1999, 41, 95–98. 
28.  Thompson,  J.D.;  Higgins,  D.G.;  Gibson,  T.J.  CLUSTALW:  Improving  the  sensitivity  of 
progressive  multiple  sequence  alignment  through  sequence  weighting,  position-specific  gap 
penalties and weight matrix choice. Nucl. Acids Res. 1994, 22, 4673–4680. 
29.  Excoffier, L.; Smouse, P.E.; Quattro, J.M. Analysis of molecular variance inferred from metric 
distances among DNA  haplotypes:  Application to human  mitochondrial DNA restriction data. 
Genetics 1992, 131, 479–491. 
30.  Peakall, R.; Smouse, P.E. Genalex 5: genetic analysis in Excel. Population genetic software for 
teaching and research. Mol. Ecol. Notes 2006, 6 288–295. 
31.  Slatkin,  M.  A  measure  of  population  subdivision  based  on  microsatellite  allele  frequencies. 
Genetics 1995, 139, 457–462. 
32.  Excoffier,  L.;  Laval,  G.;  Schneider,  S.  Arlequin  v.3.0:  An  integrated  software  package  for 
population genetics data analysis. Evol. Bioinform. Online 2005, 1, 47–50. 
33.  Rogers,  A.;  Harpending,  H.  Population  growth  makes  waves  in  the  distribution  of  pairwise 
differences. Mol. Biol. Evol. 1992, 9, 552–569. 
34.  Rogers, A.R. Genetic evidence for a Pleistocene population explosion. Evolution 1995, 49, 608–615. Int. J. Mol. Sci. 2011, 12  
 
6430
35.  Tajima,  F.  Statistical  Methods  for  Testing  the  Neutral  Mutation  Hypothesis  by  DNA 
Polymorphism. Genetics 1989, 123, 585–595. 
36.  Fu,  Y.X. Statistical  tests of  neutrality  against  population  growth,  hitchhiking  and  background 
selection. Genetics 1997, 147, 915–925. 
37.  Aris-Brosou,  S.;  Excoffier,  L.  The  impact  of  population  expansion  and  mutation  rate 
heterogeneity on DNA sequence polymorphism. Mol. Biol. Evol. 1996, 13, 494–504. 
38.  Tajima, F. The amount of DNA polymorphism maintained in a finite population when the neutral 
mutation rate varies among sites. Genetics 1996, 143, 1457–1465. 
39.  Soldevila, M.; Calafell, F.; Helgason, A.; Stefansson, K.; Bertranpetit, J. Assessing the signatures 
of  selection  in  PRNP  from  polymorphism  data:  Results  support  Kreitman  and  Di  Rienzo’s 
opinion. Trends Genet. 2005, 21, 389–391. 
40.  Tamura, K.; Peterson, D.; Peterson, N.; Stecher, G.; Nei,  M.;  Kumar, S. MEGA5: Molecular 
evolutionary genetics analysis using maximum likelihood, evolutionary distance, and maximum 
parsimony methods. Mol. Biol. Evol. 2011, in press. 
41.  Raymond, M.; Rousset, F. Genepop (version 1.2) Population genetics software for exact tests and 
ecumenicism. J. Hered. 1995, 86, 248–249. 
42.  Neigel, J.E. Is FST obsolete? Conserv. Genet. 2002, 3, 167–173. 
43.  Gaggiotti, O.E.; Lange, O.; Rassmann, K.; Gliddon, C. A comparison of two indirect methods for 
estimating average levels of gene flow using microsatellite data. Mol. Ecol. 1999, 8, 1513–1520. 
44.  Wright, S. The genetical structure of populations. Ann. Eugenet. 1951, 15, 323–354. 
45.  Piry, S.; Luikart, G.; Cornuet, J.M. BOTTLENECK: A computer program for detecting recent 
reductions in the effective population size using allele frequency data. J. Hered. 1999, 90, 502–503. 
46.  Cornuet,  J.M.;  Luikart,  G.  Description  and  power  analysis  of  two  tests  for  inferring  recent 
population bottlenecks from allele frequency data. Genetics 1996, 144, 2001–2014. 
47.  Miller, M.P. Tools for population genetic analysis (TFPGA) 1.3; A Windows Program for The 
Analysis  of  Allozymes  and  Molecular  Population  Genetic  Data.  Avalible  online: 
http://herb.bio.nau.edul~miller/tfpga.htm (accessed on 22 July 2011). 
48.  Rannala, B.; Mountain, J.L. Detecting immigration by using multilocus genotypes. Proc. Natl. 
Acad. Sci. USA 1997, 94, 9197–9201. 
49.  Piry, S.;  Alapetite, A.; Cornuet, J.M.; Paetkau, D.; Baudouin,  L.; Estoup,  A.  GENECLASS2:  
A software for genetic assignment and first-generation  migrant detection. J. Hered. 2004, 95, 
536–539. 
50.  Nei,  M.  Molecular  Evolutionary  Genetics;  Columbia  University  Press:  New  York,  NY,  
USA, 1987. 
51.  Amer, S.A.; Kumazawa, Y. Complete sequence of the mitochondrial genome of the endangered 
Nile soft-shelled turtle Trionyx triunguis. Egypt. J. Exp. Biol. (Zool.) 2009, 5, 43–50. 
52.  Allendorf,  F.W.;  Luikart,  G.  Conservation  and  the  Genetics  of  Populations;  Wiley-Blackwell 
Publishing: Hoboken, NJ, USA, 2007. 
53.  Lu, H.; Redus, M.A.; Coburn, J.R.; Rutger, J.N.; McCouch, S.R.; Tai, T.H. Population structure 
and breeding patterns of 145 U.S. rice cultivars based on SSR marker analysis. Crop Sci. 2005, 
45, 66–76. Int. J. Mol. Sci. 2011, 12  
 
6431
54.  Miller, J.D.; Limpus, C.J.; Godfrey, M.H. Nest Site Selection, Oviposition, Eggs, Development, 
Hatching and Emergence of Loggerhead Turtles. In Proceeding of Biology and Conservation of 
Loggerhead  Sea  Turtle;  Bolten,  A.B.,  Witherington,  B.E.,  Eds.;  University  of  Florida  Press: 
Gainesville, FL, USA, 2001. 
55.  Moritz,  C.;  Lavery,  S.;  Slade,  R.  Using  allele  frequencies  and  phylogeny  to  define  units  for 
conservation. I. Am. Fish. Soc. Symp. 1995, 17, 249–262. 
56.  Moritz,  C.  Conservation  units  and  translocations:  Strategies  for  conserving  evolutionary 
processes. Hereditas 1999, 130, 217–228. 
57.  Mockford, S.W.; McEachern,  L.; Herman, T.B.; Snyder, M.; Wright, J.M. Population genetic 
structure in a disjunct population of Blanding’s turtle (Emydoidea blandingii) in Nova Scotia, 
Canada. Biol. Conserv. 2005, 123, 373–380. 
58.  Roznen, O.; Sahaines, U. Research report on the Nile Soft shell turtle (Trionyx triunguis) in Nahal 
Alexander.  2010.  Available  online:  http://www.nature-conservation.org.il/BuildaGate5/portals/ 
conserve/imagesP/sub76/766334403.pdf (accessed on 22 July 2011). 
©  2011  by  the  authors;  licensee  MDPI,  Basel,  Switzerland.  This  article  is  an  open  access  article 
distributed  under  the  terms  and  conditions  of  the  Creative  Commons  Attribution  license 
(http://creativecommons.org/licenses/by/3.0/). 